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resequenced to resolve uncalled bases, or which has been extended using XL-PCR (Perkin 
Elmer, Norwalk, CT) in the 5' and/or the 3 'direction and resequenced, or which has been 
assembled from the overlapping sequences of more than one Incyte clone using the 
GEL VIEW fragment assembly system (GCG, Madison, WI), or which has been both 
extended and assembled. 

A "variant" of HGST, as used herein, refers to an amino acid sequence that is altered 
by one or more amino acids. The variant may have "conservative" changes, wherein a 
substituted anndno acid has similar structural or chemical properties, e.g., replacement of 
leucine with isoleucine. More rarely, a variant may have "nonconservative" changes, e.g., 
replacement of a glycine with a tryptophan. Similar minor variations may also include amino 
acid deletions or insertions, or both. Guidance in determining which amino acid residues may 
be substituted, inserted, or deleted without abolishing biological or immunological activity 
may be found using computer programs well known in the art, for example, DNASTAR 
software. 

A "deletion", as used herein, refers to a change in either amino acid or nucleotide 
sequence in which one or more amino acid or nucleotide residues, respectively, are absent. 

An "insertion" or "addition", as used herein, refers to a change in an amino acid or 
nucleotide sequence resulting in the addition of one or more amino acid or nucleotide 
residues, respectively, as compared to the naturally occurring molecule. 

A "substitution", as used herein, refers to the replacement of one or more amino acids 
or nucleotides by different amino acids or nucleotides, respectively. 

The term "biologically active", as used herein, refers to a protein having structural, 
regulatory, or biochemical functions of a naturally occurring molecule. Likewise, 
"immunologically active" refers to the capability of the natural, recombinant, or synthetic 
HGST, or any oligopeptide thereof, to induce a specific immune response in appropriate 
animals or cells and to bind with specific antibodies. 

The term "agonist", as used herein, refers to a molecule which, when bound to HGST, 
causes a change in HGST which modulates the activity of HGST. Agonists may include 
proteins, nucleic acids, carbohydrates, or any other molecules which bind to HGST. 

The terms "antagonist" or "inhibitor", as used herein, refer to a molecule which, when 
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bound to HGST, blocks or modulates the biological or immunological activity of HOST. 
Antagonists and inhibitors may include proteins, nucleic acids, carbohydrates, or any other 
molecules which bind to HGST. 

The term "modulate", as used herein, refers to a change or an alteration in the 
5 biological activity of HGST. Modulation may be an increase or a decrease in protein activity, 
a change in binding characteristics, or any other change in the biological, functional or 
immunological properties of HGST. 

The term "mimetic", as used herein, refers to a molecule, the structure of which is 
developed from knowledge of the structure of HGST or portions thereof and, as such, is able 
10 to effect some or all of the actions of GSH-like molecules. 

The term "derivative", as used herein, refers to the chemical modification of a nucleic 
r acid encoding HGST or the encoded HGST. Illustrative of such modifications would be 

replacement of hydrogen by an alkyl, acyl, or amino group. A nucleic acid derivative would 
encode a polypeptide which retains essential biological characteristics of the natural 
15". molecule. 

The term "substantially purified", as used herein, refers to nucleic or amino acid 
1. sequences that are removed from their natural environment, isolated or separated, and are at 
least 60% free, preferably 75% free, and most preferably 90% free from other components 
with which they are naturally associated. 
20 "Amplification" as used herein refers to the production of additional copies of a 

nucleic acid sequence and is generally carried out using polymerase chain reaction (PGR) 
technologies well known in the art (Dieffenbach, C.W. and G.S. Dveksler (1995) PGR 
Primer, a Laboratory Manual , Cold Spring Harbor Press, Plainview, NY). 

The term "hybridization", as used herein, refers to any process by which a strand of 
25 nucleic acid binds with a complementary strand through base pairing. 

The term "hybridization complex", as used herein, refers to a complex formed 
between two nucleic acid sequences by virtue of the formation of hydrogen bonds between 
complementary G and C bases and between complementary A and T bases; these hydrogen 
bonds may be further stabilized by base stacking interactions. The two complementary 
30 nucleic acid sequences hydrogen bond in an antiparallel configuration. A hybridization 
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complex may be formed in solution (e.g., Cgt or Rpt analysis) or between one nucleic acid 
sequence present in solution and another nucleic acid sequence immobilized on a solid 
support (e.g., membranes, filters, chips, pins or glass slides to which cells have been fixed for 
in situ hybridization). 

5 The terms "complementary" or "complementarity", as used herein, refer to the natural 

binding of polynucleotides under permissive salt and temperature conditions by base-pairing. 
For example, for the sequence "A-G-T" binds to the complementary sequence "T-C-A". 
Complementarity between two single- stranded molecules may be "partial", in which only 
some of the nucleic acids bind, or it may be complete when total complementarity exists 

10" between the single stranded molecules. The degree of complementarity between nucleic acid 
strands has significant effects on the efficiency and strength of hybridization between nucleic 
acid strands. This is of particular importance in ampUfication reactions, which depend upon 
binding between nucleic acids strands. 

The term "homology", as used herein, refers to a degree of complementarity. There 

15- may be partial homology or complete homology (i.e., identity). A partially complementary 
_ sequence is one that at least partially inhibits an identical sequence from hybridizing to a 
~ target nucleic acid; it is referred to using the functional term "substantially homologous." 
The inhibition of hybridization of the completely complementary sequence to the target 
sequence may be examined using a hybridization assay (Southern or northern blot, solution 

20 hybridization and the like) under conditions of low stringency. A substantially homologous 
sequence or probe will compete for and inhibit the binding (i.e., the hybridization) of a 
completely homologous sequence or probe to the target sequence under conditions of low 
stringency. This is not to say that conditions of low stringency are such that non-specific 
binding is permitted; low stringency conditions require that the binding of two sequences to 

25 one another be a specific (i.e., selective) interaction. The absence of non-specific binding 
may be tested by the use of a second target sequence which lacks even a partial degree of 
complementarity (e.g., less than about 30% identity); in the absence of non-specific binding, 
the probe will not hybridize to the second non-complementary target sequence. 

As known in the art, numerous equivalent conditions may be employed to comprise 

30 either low or high stringency conditions. Factors such as the length and nature (DNA, RNA, 
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